
cell line
relative growth 
vs unexcised 

(%)

relative 
complementation

mid  vs EXP1wt (%)

ΔEXP1 17.59±2.01 0.00±3.27

midEXP1wt  80.21±11.39 101.93±18.55

highEXP1wt 87.62±7.32 113.98±11.91

lowEXP1wt 35.95±15.69 29.89±25.54

EXP1TMmut 25.35±5.60 12.63±9.12

PbEXP1 45.92±5.80 46.11±9.44

EXP1wt-mScarlet 20.90±5.59 5.39±9.10

EXP1-3xmut 55.96±9.96 62.45±16.22

midEXP1R70A 60.00±5.63 69.03±9.18

highEXP1 R70A 79.38±1.59 100.56±2.60

105-162EXP1ΔC 54.07±8.49 59.37±13.82

131-162EXP1ΔC 34.36±9.55 27.29±15.54

145-162EXP1ΔC 56.32±8.41 63.03±13.81

EXP1ETR4C 32.30±13.03 23.94±21.21

PfEXP1PbC 58.90±12.90 67.24±21.00

exportedEXP1C 22.44±4.90 7.89±7.98

EXP1ΔED 38.14±4.27 33.44±6.95

shortEXP1ETR2N 28.10±6.44 17.10±10.47

longEXP1ETR2N 26.43±3.68 14.39±5.99

shortEXP1ΔN 33.55±6.28 25.96±10.22

PfEXP1NPbC 17.66±3.18 0.11±5.17
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1-104

1-130
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1-30 42-162

21-50 74-162

36-50 74-1621-58

102-1621-70

76-1361-105

1-74 88-162

1-60 71-162

1-105 98-166

1-166

hsp86   Ty1  TM  SP
R70A

promoter

      signal peptide

      transmembrane domain

    P. berghei EXP1 
1-70      REX3

      E-domain

      deleted region

      ETRAMP4

      ETRAMP2

  SP

  TM

50 1000
     relative activity [%]B

ΔEXP1

C

EXP1 (PF3D7_1121600)            	 107E E ELV V Y LA VLA LL VV VLL V LVLN S TS G G ST GG G YNT GKRK K K K R
ETRAMP10.3 (PF3D7_1016900      	 85  D ER K RKK K K K K KT Q ST T GG G GY S N N SL LL III AAVALAI L LF SL W
ETRAMP8 (PF3D7_0829600)        	  86 L L FALI AAI ALALI LI I M IK K KKKK K RKE DY SG G T GG Y T G SS HNW
ETRAMP4 (PF3D7_0423700)        	  86 DE EM IIMI VV LALLL AL F L P VQ QQQ ST TG GS G GY S SN SKKK K K KK
ETRAMP12 (PF3D7_1240100)       	  87 N Q HH SS S G YG G H NN T SF F AILI VV AIALLF TA I L L FI IE RKK K K K
ETRAMP2 (PF3D7_0202500)        	  	 81 T NQN YSS S GG G G H NN G NPA IMI IA AVALLI AV L IHLE DRKKR K K K
ETRAMP11.1 (PF3D7_1102700)     	  	 80 T NQ YS SG G S G G H S SPA I LMM AIA VAVLL A I L V F PE KKR K KKK KKK
ETRAMP14.1 (PF3D7_1401400)     	  	 85 T N N YSS S GTG G G YY N N GD E D EI IVL LA ALALLV V L FKKKR K K K K K
ETRAMP10.1 (PF3D7_1001500)     	  82 K KKKK K K KL A IIIF VA VLAALI A V F IT Q N SS S G G G G YY NH S ND D D

K KK RK K RN S N T S S GG G YNT G HL A VALA AL VV ALLL A LVM E  104
 107K KK RK K RRN S N T S S GG G YNT GL I VALA AL VV AILL A LVM E
 106KKK K RSNY S G S GG G YN GNG HLATTVLA AL VV AVLL A LVF A
 106KKK K RGRS Y ST G S GG G YNN HA TATTALA L LV ALLL I LVL E
 108KRK KYK KGRS TS G G ST GG G YNT HLA VLA LL VV VLL V LVL E

* *   :  .  *:  *.:**: *:** ***::*  .**: 

P. berghei  
P. yoelii 
P. vivax 
P. malariae
P. falciparum 
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